Supplementary Figures and Tables
a. Energy expenditure (kcal/h) in relation to lean body mass at PND90. b. Energy expenditure (kcal/h) in relation to lean body mass at PND120 in NL animals. c. Energy expenditure (kcal/h) in relation to lean body mass at PND120 in SL animals.
Molecular differences in mesenteric adipose tissue. Proteomic studies.
Approximately 800 spots were observed in the gels prepared from mesenteric adipose tissue extracts of animals subjected to postnatal over feeding and HFD (killed at 90 day). Comparative proteomic analysis of NL-LF animals versus SL-HFD animals showed 14 different proteins. The MALDI-TOF results are displayed in table 1a and table 1b. Each protein was identified by a spot number and indicated on 2D gels (Fig. 2Sa) . One of these identified proteins was ATP-citrate lyase (ACLY) (Fig. 2Sb) . To validate the results obtained we analysed the ACLY expression by Western blotting and confirmed that HFD decreased its expression significantly, regardless of previous postnatal over feeding (Fig. 2Sc) . When we compared proteome of NL-HFD versus SL-LFD animals, 7 different spots were found and identified by mass spectrometry (Fig. 2Sd) . The result of this identification is detailed in table 2. To validate the data we selected pyruvate dehydrogenase (PDH) and pyruvate carboxylase (PC) as proteins to analyse by Western blotting. In proteomic studies, both enzymes were decreased in NL-HFD animals ( Fig. 2Se) and Western blot expression confirmed this result. Thus, animals subjected to HFD showed a statistically significant decrease in PDH (Fig. 2Sf) and PC expression (Fig. 2Sg) . No differences were observed due to postnatal over feeding. 
Proteomic studies

Protein extraction
For proteomic studies, mesenteric adipose tissue biopsies from a total of 12 animals were washed in PBS immediately after dissection and directly frozen in liquid nitrogen before storage at -80ºC.
Samples were processed following a specific protocol previously optimized for adipose tissue 1,2 .
2-DE
350 µg (50 µl) of protein from each animal, were diluted in 300 µl of Rehydratation Buffer and 0.8% of 3-10NL IPG buffer (GE Healthcare, Barcelona, Spain). Immobilized pH gradient strips (18 cm, pH 3-10 NL) were rehydrated overnight in a Ettan IPGPhor 3 System (GE Healthcare) 1, 2 . Strips were equilibrated in SDS Equilibration Buffer containing 2% DTT for 15 min, followed by a 15-min wash with equilibration buffer containing 2.5% iodoacetamide. Thereafter, proteins were separated on 11% Tris-glycine gels using an Ettan Dalt Six device (GE Healthcare values were normalized in each gel by dividing the raw quantity of each spot by the total volume of all the spots included in the same gel. Data were log transformed to meet the requirements of a normal distribution and analyzed using the statistics tools included in the PDQuest software. Spots were verified visually to exclude artifacts and two-tailed unpaired Student's t-test was carried out on each spot after reevaluation of density with ImageJ 1.40g software.
